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Bncktocwfenalxgi 

Analysis of 33945 (581 aa) 



Exhibit A3 to Accompany Declaration under 
37 CFR §1.131 for US Appln. No. 10/074,527 



C I ycos . tr-Ansf _2 



Rltamfl lectin 
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1 41 Bl m lai 201 241 281 321 381 401 441 481 521 561 



>33»IS 

mWRTA}«I«CPRnJUtGREAIXVLtAUAIAGIASVUU«R»iGJ^^ 
WPVWRPPVPMWUSABCEAVWjO^^ SLMRRLPXH 
WlPIXTKEKKYDyEHLPRTSVl lAnmEAKSTLLRTVYSVLjBTSPOXLbEEVILVDOrSIBl 
EKLKERLAKELSCLPKVRLl RANKRtHLVIUlRIXCASJtAIU^ZVLTFIXCIKrBClaXMU 
LI^HEEESAVVCIVIDVI ER«friTYL(aTOEI>QI0GFD*na.VF71(^^ 



OClg)riaiFIXTV YPEUWPEIlllWPFOML<>llga . TD» CT U» il P H )E»^ 
CHO(K>ITErnOKEIRYHnCPBOCIAVEMafim.IMIUXEri^^ 
HSQSKIQCV0AMtKBSSDSFm.UCXXrtHSEI101QI|rnCElW 



PSORT Prediction of Protein Localization 

HITDISC: discriainatlon o( nitocnondrial tani«tiao s»<i 
K content: • Ryd nonanc 1751 : 13-29 

RVd HooenttSSU li.94 o content: i 
0/1 content: 2 s/T contont: 1 

Scoro: 2.30 

Gavsli prcdiccion of cleavag* sices lor nitochondrial preseq 
R-2 Botif at 19 use] PR 

NUCDISC; discrlalnation of nuclear localization signals 
pat 4: none 

patl: PLCKEKK 0» at 123 
biportita: none 

content of basic residues: 12.9* 

NUS Score: '0.22 



Retention Signals: 
XJOlR-like Botif in ths N>t«zniniu: IMRt 



raox-lik* sotif in the C-terainue: KEm 

Final Results (k > 9/23) : 

43. S %: nitochondrial 
30.4 %: cytoplasnic 

B.7 %: vacuolar 

B.7 %: nuclear 

4.3 %:^lgi 

4.3 I: endoplesnic retimlua 
prediction for 33945 is ait <k-23) 



Start 


End 


Feature 


Scq 


86 


107 


Leucine ijppa paoeni (PS0QQ29) 


LQGEELJUJQE...VRLHQIN1YL 



Signal Peptide Predictions for 33945 



Method 




SigDalP(eukifyote)|YES | pO | 



I ter Htnal pcptMc pntfteflen 



Transmembrane Segments Predicted by MEMSAT 



>33>4S 

H*Wr»WWCITlEUUlCHEAXAVLLAbtJ>tJW [jG^ 

HMPLCKEKKYDmjLPRTSVI 1 APTfHEAWSTLLRTVYSVLETSPDIlXBEVl LVDDySDR 
U^RIHEEESAVVCPVI 0VanOirFBYUSNSCEP0IOCIT»OU,VPl^^ 



QCIUIPKMn.£T(rrPCUIVPE3)RtCFFCKL0KKCLTI)TCI^^ 

GHSQHOPPEYTSOKEIRYMniOmXriAVEKCMDTLtlHUrfSTAPEMO 

HSQSIOaMJAMUaSSSDSI^PUJUXTtlsniOKNfTKaO^ 

Transmembrane segments for presumed mature peptide 



ProsUe Pattern Matches for 33945 

Pr«sttc veniM: Rdcasc 12.3 af Fcbnury 1995 

>£SiC2£l|PI>OC00004(C«JP_PHOSPH0_SJTS CAMP- and cGNP-dtp«n(tent protein kiMM pboiphozylation sU*. 
Ott«ry: 552 RXES 555 

>£SS&&a£|PllOC0Qa05|PKCLra0SPHO_SITE P»t«ln kinass c phosphotylatiot sic*. 



«u«ry: 


5 


TAR 


7 




55 


TPR 


57 


Ou«zy; 


97 


SVR 


99 




loa 


snt 


110 


Query; 


17B 


SDR 


180 


»i«ryt 


318 


snt 


320 


Query: 


343 


SPR 


345 


Query : 


411 


TGK 


413 


Query: 


492 


SOK 


494 


Query; 


544 


SKK 


546 



>E2£l£2£fi!PDC)C00006tCK2_PHOSPI»_SlTE Casein kinase 11 phosphorylation site. 



Query: 


ISB 


5VLE 


161 


C3u«ryi 


162 


TSPD 


16S 


Qoeiys 


178 


SORE 


181 


<^ery: 


225 


TFLO 


228 


Query: 


289 


TVPE 


292 


Query: 


300 


SPVD 


303 


Query: 


330 


tCME 


333 


Query: 


492 


SOKE 


495 


Query: 


534 


TAPE 


527 


Queryt 


567 


mso 


570 



>il£2G&Sl|PDOC00007|TYlL>WSPilCLSITE tyrosine kinase phosphorylation site. 
Query: 426 iWFi.ervr 433 
>£S2flm|PDOC00008|lcntlSTrL W-oyristoylatioa site. 



Query: 


43 


GAGAGA 


47 


Query: 


207 


CLVRAR 


312 


Query: 


21S 


CASAAR 


330 


Query: 


312 


OGLPAV 


317 


Query: 


326 


GSYDTG 


331 


Query: 


351 


CVLBTH 


356 


Query: 


447 




452 


Query: 


481 


GMcm 


48« 



>£SaQfiS&|PDOC00009|AiaDATIC)N Amidation site. 

. Query: 58 PORR 61 

>ES2fij2I&|n)OC00016|RGD Cell attachaent sequence. 
Query: 220 ROD 222 

>£SSfia2i|n»C00O29|LaK:xtm^lPPER Leuciae zipper pattern. 
Query: 86 LQCEELftLOEESVllUIQIinTI. 107 



Protein Family / Domain Matches, HMMer version 2 

Searchinv (or conpleCe donains in P?AM 

hnapfn - SBarch a single seq agalnsc HMM database 

HMHER 2.1.1 (Dec 199B) 

Copyright <C) 1992-199B Washington University School of Medicine 
HMKER is freely distributed under th« an) General Public License (GPL). 

HMM file: /prod/dda/s«qan«I/PFAM/p<Ba5.S/Pfa(t 
Sequence file.- /prod/diki/«^pac«/orfan«I/oa-scripc.l3910.Beq 



Scores for sequsnco fasily cUwitlcation Iseore includes all douinsl : 
Descrlpcioo Score E-vslua 

Clyeosyl transferases S5.1 1.4e-21 

eiMn tk i>.frtn Siadlarlty to lectin doaMln of ricln IB. 7 O.OOIS 

t hnn-f hnaa-t score E-value 



Olyco«_tran»f_2 1/1 139 322 1 181 H 8S.1 1.<b-21 

Rlciiv.B_lectin l/l 441 577 1 145 (] 18.7 0.0016 

Alignaents of top-scoring donains: 

OSyeoe.traasf.at doeain 1 of I. (ron 139 to 322: score BS.l. E - l.«e~21 
• ->sivIpttlle«8d|yL«et leSvlaqs . ttcdief i vvf»gS«tDetve 
•«*X* 'nie*«**L**«* 8vl* m** * e«i vOO S * 
3394S 139 SVXIAPniEJMSTUJtrtnrSVLCrSpDIIXEEVXLVnffSORaUJCE IBS 

iaedylderiksenpri ilvirleensQGpaaAmkgi rratOdsdyl 1 f 
*♦ J ♦ p* ♦4*ir G ♦♦Ar *Q *«a«Gd 

33945 186 BLAMEL SGLPK-VIU.IRANKRE-CLVR«ILLCASXXFGI>— VLTF 226 

LDaDdi f tpdklekl idyaeatdaawl g«id« yeyaegesnly . 

u>««*«** *«ie*l+*«+ ♦ aw** id* ♦ ♦♦♦ey ♦ ♦ ♦ 
33945 227 tX)CHCECHSGWLEPtX0RIKEEESAVVCPVI0VidwntFEYU3NSGEPQi 276 

riaradterslf B9llrktgrltgglelsfeigsnaiyTreaCeelf<-'* 
♦♦♦♦ ♦ ♦ ♦ ♦•» r* ♦r ♦ ♦ ♦ ♦♦•»£ 

33945 277 QGFDMRLVITMIITVPERERIRIQSP-VDVXRSPTM^ 322 

■lein_».l*etiBi docnain 1 of I. fron 441 to 577: score IB. 7. e - 0.0016 
'->rsvf vi t i 1 . vngnsgrClDvnsssesdQ . .nqvqlwnCtisnpgknO 
♦ I* a ** C D n ♦♦e* ♦ qv 1 Ch^ ■•g nQ 
33945 441 D(»GITCHU9liaS.Tim»lin)FPDaiDIvaH(^;iL¥U^ 486 

MCsl tydesdgei rs . wnndkCLt vnanspgseVklyciCdsatsdnOMl 
* *t s telr ♦ ♦ «v»a ♦ ♦ ♦ c ♦nQ)c» 
33945 457 FFCYT SQKEIRTnTKOPEGCUVEACMDT--LIKHLCEETAPDIOKF 531 

•Inndgl ignXl 1 Inlvntgl vLdvfcgsdtqno^^i ^ytcsggmqclMl 
1 dg** ** ******* *** * l**c*** q«H 

33945 532 lUlEDGSLIH E06iaU»QMiUaSSD6FVPLLitOCniSDIlOI«P S7S 

pc<-« 

33945 576 FK 577 

// 

Seardiing for conplete donains in SKUtr 

tampf aa - seardi a sintrle seq against MM dat^Obase 

HHHER 3.1.1 (Dec 1998) 

Copyrii^ (C) 1992-1998 Wasbingtoo Ikiiversity School of Medicine 
HMiai is fxe«ly distributed under the CHU General public Ucense (CPU . 

MHM filo: /Ata/roblsan/SHrt/Burt/mart.all.hnms 
Ssqaaneo file: « /prod/dte/%rspae«/orfanal/oa-seript. 13910. seq 

Qoeryt 3S945 

Scores for soquance fnily classification Iseore includes all donains): 
Model Description Score E^value i 



Parsod for donains: 

Model Donain seq-f seq-t hon-f I»-t score E-value 
Tlcln.3 1/1 44S S77 1 135 (1 73.3 5.1e-18 

Aligments of top-scoring donains: 

rlela^3i dooain 1 of 1, fron 445 to 577: score 73.3, E « S.le-lS 

* ->rgyf 1 i iggntglCLdvngnsesksdGnpvqlwdCho . ggnQlHKl t 
♦ ♦ ♦I* g t« C d*n G ♦v*l* Chg g nO *t 

33945 445 FPC»!L0iaQGLTmrnmiPPDEM0IVGHQVILYT;CHOB^KX«P^ 491 

Ynesdgairi . . .nsdlCLCvng. . . tvtlysCdgtdkgndnQkHevnkd 
s**»lr ♦♦♦♦♦♦ c V ♦t* « C* t ♦ -*nQk« d 
33945 492 — SQKEIRrntbQPBCiClXVEAgndrLIMHLCEET~APBlQKFILQED 536 

gtincdtnskkovdsglcLdvhdvi kvglwtcogsdapnQMfife 

9 * * *m**c****** *■*** l'»«e**s **fflM I* 

3394S 537 GSLPHS OSnaCVOAAI«£s»tefVPUJtDClMS--I»0niFf^ 577 



ProDom Matches 



View Pkodom 2681 g 



V-KwPradoiiil}7344fi 



DescriptioD 

p99.2 (20) PAGTO) // TRANSFERASE N-ACETYLGALACTOSAMIN YLTRANSFERASE POLYPEPTIDE 
ACETYLGALACTOAMDmTRANSFERASE UDP-GALNAC:POLYPEPnDE 
GLYCOSYLTRANSFERASE PROTEIN-UDP PROTEIN- UDP N- 



p99J (1) 0441M_CAEEL // GOSMID FI<B3 



ViewProdom93 



View Fkodom 2308 It 



View Prodoin6l7 



p99^ (3 U) NODC(8) PAGT(3) CAG2(3) // PROTBN TRANSi=£RASE GLYCOSYLTRANSFERASE 
PUTATIVE BIOSYNTHESIS GLYCOSYL SYNTHASE TRANSMEMBRANE 
N-ACETYLGALACrOSAMINYLTRANSFERASE MEMBRANE 



p99.2 (23) PAGT(3) // N-ACEIYLGALACTOSAMINYL'ntANSFERASE'nUNSFERASE POLYPEPTIDE 
ACETYLGALACTOSAMINYLTRANSFERASE UDP-GALNACJOLYPEPTIDE 
GLYCOSYLTRANSFERASE PROTBN-UDP PROTEIN^ UDP N* 



.2 (70) PAGT(3) ABFB<2) EUBQ) If SIGNAL HYDROLASE PRECURSOR TOXIN RRNA 
l-GLYCOSIDASE GLYOOSIDASE LECTIN REPEAT GLYOOPROTTEIN 



Dcscriptkto 



view ProdoB 2308 



>330l p»9.2 (23) PAGTOI // H>M:smiGUJlCrOSAHI»nrLTRANSFEItASE tlUHSFBWSB 
POLYPEPTIDE M:EmfiMJICIOSMaHYLTBAH5FE3tASB UDP^UUtC: POLYPEPTIDE 
CLVCX>SYLTIUaiSFERASE PROTBDI-VDP PROTEIN- UDP N- 



Scor* - 561 1204.7 bits). EDqpKC - 2.6m-Si, P - 2.6e-SS 
Identities - 102/166 C61%). positives - 128/166 (17%) 

Query: 287 WHTVPEREIIIIOCS- PVPyiMPlWMClJAVSWCyFEyUgTDIOIEVWItglMLEFS^ 345 

W VPS ER R -» P D IRSPTmOCLFA^^R-tYFE LC-»YD CM*«tfOGB<LE SFR 
Sb^et: 2 HHYVPEEE3WIUaUCDPTDPIR5PniKaGLPAnKEYPEELCrrYDPCMDINGGENLELSra 61 



Ooerys 
Sbjcts 



34S raQOOGVLETHPCSHVCHVFRKOAPYS RNKALANSVXAAEVWKDEFKELinrHR 398 

♦HQCXX: LE PCSHVCI]VFRK*«PY* ** tt*V AEVMMD«*KE «Y 

62 vwooa:RLeivpcsHva{\ni»jUFyTFPGrosGn7ViSiQmmvAEVi^^ 13I 



QoerV: 399 MFIUUl~LEPFGIWTERXQLRZ)IU>0Cia)nonT,ET\rrF£LHV7E3]RP 443 

KPi-AR « FQD*«OIK*LR*KLOCK F10f*LE VYP«L«VP p 
Sbjcts 122 NPgMaCVBIIFSDXSeM(ELRiaUiQCKSFnm.E]ilVYPDLYVPAHEP 167 



>«17 P99.2 (10) PHOTO) ABFB(2) ei3B(2) // SIGNM. inmttUASE PRECURSOR TOXIN 
RJQOi tl-GLYCX»IOKSE GLYOOSIOIiSB LECTIN REPEAT GLYCOPROTEIII 
Length * 140 

Score ■ 104 141. 1 bits). Expect - 3.1e-05, P - 3.1e-0S 
Identities - 29/128 C22t), Positives - S5/12B (421) 

Ouery: 453 CXTOtCFITfOTPDDIQIvaKVILYLCHtM-CQNQFFEYTSOKErim^ 511 
C CDM* ♦G*VL*C3f G«0»** IR H ** * C* 

sbjct: 11 cta«afrJ0mD(3I^^vuxan^rQLHQcaol^^ 69 

Query: SI 2 GHt)TLIMKU:mAPEMQKFlLQCDGSLFHE-QSKI[CVOMU^ 566 

C ♦! ♦ IIQ1C* DO** S C« A ♦♦♦♦ C 

Sbjct: 70 YSPVGSSVMlirWCHSAICiaa M OlW EFWSD gf I lOWPHSMLCUMntHSOTAHGTRIHtfTTC 129 

Query; 567 

Sbjct: 130 



View Prodoa 2681 

>2681 P99.2 (20) PAGT(3) // TRAMSFEBASE N-ACeTYLGALACTOSAHUnrLTRAllSFGRASE 
POLYPEPTIOE ACETTLCALACTOSAHINYLTRANSFXRASE UDP-^AUIAC: POLYPEPTIDE 
CLY00SYLTRAM5FERASE PROTEIN'UDP PROTEIH- UDP N- 



Score ■ 96 (38.9 bita). Expect • 0.00022. P - 0.00022 
XdMitities - 21/39 (53%). Positives - 26/39 (66%) 

Qneryi 101 HQINIYl^inUSLHRRLPXRWrPLClCEKKYD'TCNLPRT 138 

«Q H«Y SD ISL«R LP CK *Kt* YCNLP T 

Sbjct: 80 UQFWLYAStWl SIHRSLHWRP EMUK T OW rkpYIMLPTT 118 



>93 P99.2 (314) N0DC(8) PACT (3) CAG2(3) // PROTEIN TRANSFERASE 

aLYCOSYLTRANSPERASE PUTATIVE BIOSYNTHESIS GLYCOSYL SYNTHASE TftAHSMEMBRAHE 
H-ACBTYLeALACTOSAHINyLTRAHSFEBASE KEKBRAHB 
Lenptb - 196 



Seor* - 101 143. 1 bits}, BxiMCt - 0.00056, P - O.OOOSC 
IdmtlclM - 46/163 (2t») . Poaltivwa - 74/161 (45%) 

Oiwry: 1)9 SVIIAFyNEJtMSTIXRTVySVLErsro--lU«eVILVI»rS-OR>-ai^ 192 

SVIX WB S L V SVL« * *eS«^I*VDD 8 D S **B * B 
Sbjec: 3 SVIIPrirKEEGSIUCTlVSSVI^QOYXMHYOIEElIIVIinSSTIMTAEtVEBySYSAEKE 62 

OlBry: 193 GLPKVKL.IRANXREXXXXX XXXXXXXXXXDVLTPUCHCECHEC'-HLePLLQ 243 

ICV*«1R K D 4 FLO ♦ H WLE L** 

Sbjct: 63 SirnCVnC\nRNEIQfSCKSSAMJiaCLICKia.SCAICDIIiniVFLI>SD-DVHM^ 121 

Quary: 244 RIHEEESXVVCiVID^aDNNT^EYLOMSGEPQ^-CGFDWRLVP 285 
♦ E* ♦ W V»» * *K * * 00««H ♦♦♦ 

sbjct: 123 utEEOMOvyrAisgairnaxMKa^ i(4 



Vtm toOdoa 137344 I 



>137344 V99.2 U» 044164_CUEL // COSMXO n6B3 
L«iigrtb - 196 



ficor* - 72 430.4 bit«>. Expect - 8.3, P - 1.0 
Idftntlcles - 23/80 (2e«), Positives - 40/80 (501) 



SbjCt: 0 

Qoezy: 168 



108 SDiusuiiau.pXRHimrKEiQCTinriiiu>instfiiAP^^ tC7 

S* RPKn.R*DDL RTS « HS*L • *** 01* 
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BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of the original 
documents submitted by the applicant. 

Defects in the images include but are not limited to the items checked: 

□ BLACK BORDERS 

□ IMAGE CUT OFF AT TOP, BOTTOM OR SffiES 
FADED TEXT OR DRAWING 

□ BLURRED OR ILLEGIBLE TEXT OR DRAWING 

□ SKEWED/SLANTED IMAGES 

□ COLOR OR BLACK AND WHITE PHOTOGRAPHS 

□ GRAY SCALE DOCUMENTS 

□ LINES OR MARKS ON ORIGINAL DOCUMENT 

□ REFERENCE(S) OR EXHIBIT(S) SUBMITTED ARE POOR QUALITY 

□ OTHER: 

IMAGES ARE BEST AVAILABLE COPY. 
As rescanning these documents will not correct the image 
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the IFW Image Problem Mailbox. 



